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Program: blastp 
Sequence ID(s) : 

□ PF-0459US_SEQIDNO:25/102 



6 March 2001 



vs. genpeptl22 



NCBI -BLASTP 2.0.10 [Aug-26-1999 ] 

"Gapped BLAST and PSI-BLAST- ' • Vld J " Ll P ma n 1997), 

programs", NuSeifLSf Res* ^tT-ul^ ° f databaSe S ^ Ch 

Query= PF-0459US_SEQIDNO: 25/102 
(150 letters) 

Database: genpeptl22 

698,042 sequences; 216,183,515 total letters 
Searching 



. done 



Sequences producing significant alignments.- 
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g2388627 

g5881909 

g2388629 
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g2209189 
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g5669887 

g4539796 

g4263736 



chemokine [Homo sapiens] 

thymus-expressed chemokine [Mus musculus] 

chemokine [Mus musculus] 

CC chemokine 6Ckine-leu [Mus musculus] 
small inducible cytokine A21c [Mus musculus] 
small inducible cytokine A21b [Mus musculus] 
beta chemokine Exodus-2 [Mus musculus] 
CC chemokine 6Ckine-ser [Mus musculus] 
TCA4 [Mus musculus] 
beta chemokine [Mus musculus] 
TCA4 [Mus musculus] 

small inducible cytokine A21a [Mus musculus] 
thymic stroma chemokine-1 precursor [Homo sapiens] 
chemokine eotaxin3 [Homo sapiens] 
CC chemokine IMAC [Homo sapiens] 

small inducible cytokine subfamily A member 26 [Homo 
similar to cytokines; similar to A31767 (PID:g88665) 
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B g4128129 secondary lymphoid tissue chemokine [Homo sapiens] 
h£l g2624925 beta chemokine [Homo sapiens] 
El g2335035 SLC [Homo sapiens] 

Database : genpeptl22 

Posted date: Mar 1, 2001 9:38 AM 
Number of letters in database: 216,183,515 
Number of sequences in database: 698,042 



43 
43 
43 



0.003 
0.003 
0.003 



Lambda 
0.322 

Gapped 
Lambda 
0.270 



K H 
0.133 



K H 
0.0470 



0.419 



0.230 



Matrix: BLOSUM62 

Gap Penalties: Existence: 11, Extension: 1 

Number of Hits to DB: 62235040 

Number of Sequences: 698042 

Number of extensions: 2321593 

Number of successful extensions: 6166 

Number of sequences better than 10 0- 163 

Number of HSP's better than 10.0 without gapping: 32 

Number of HSP's successfully gapped in prelim test 131 

E£s of s;:; that * p-nm ^t 6 i 2 o 

Number of HSP's gapped (non-prelim): 164 

length of query: 150 

length of database: 216,183,515 

effective HSP length: 51 

effective length of query: 99 

effective length of database: 180,583,373 

effective search space: 17877753927 

effective search space used: 17877753927 



A: 40 
XI: 16 
X2: 38 
X3: 64 
SI: 41 
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Program: blastp 
.Sequence ID(s) : 

□ PF-0459USJSEQIDNO: 25/102 



vs. genpept!22 



NCBI- BLASTP 2.0.10 [Aug-26-1999] 

Reference: Altschul, Stephen F , , Thomas L. Madden, Aleiandro A Schaffpr 
Jxnghui Zhang, Zheng Zhang, Webb Miller, and David J Lipman (1997^ 
"Gapped BLAST and PSI-BLAST: a new generation S proteiJ Saiasfkar.h 
programs", Nucleic Acids Res. 25:3389-3402. protein database search 

Query= PF-0459US_SEQIDNO: 25/102 
(150 letters) 

Database: genpeptl22 

698,042 sequences; 216,183,515 total letters 



Searching. 



.done 



Score E 
(bits) Value 



Sequences producing significant alignments: 

0 g2388627 chemokine [Homo sapiens] 
~j g5881909 thymus-expressed chemokine [Mus musculus] 
S3 g2388629 chemokine [Mus musculus] 

>g2388627 chemokine [Homo sapiens] 
Length = 150 

Score = 307 bits (777), Expect = 7e-83 

Identities = 147/150 (98%), Positives = 147/150 (98%) 

Sb 3 ct: 1 MNLWLLACLVAGFLGAWAPAVHTQGVFEDCCLAYHYPIgSSS^ 60 

Query: 61 

5h . f PAAI FYL PKRHRKVCGNPKSREVQRAMKLLDARNKVFAKL HN QTFQAGPHAVKKI qqr 

Sb 3 Ct: 61 PAAI FYL PKRHRKVCGNPKSREVQRAMKLLDARNKVFAKLHHNMQTFQAGPbS 120 

Query: 121 NSKLSSSKFSNPISSSKRNVSLLISANSGL 150 

NSKLSSSKFSNPISSSKRNVSLLISANSGL 
Sb D ct: 121 NSKLSSSKFSNPISSSKRNVSLLISANSGL 150 



307 7e-83 
127 7e-29 
125 2e-28 
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> g5881909 thymus -expressed chemokine [Mus musculus] 
Length = 144 

Score = 127 bits (316), Expect = 7e-29 

Identities = 71/143 (49%), Positives = 87/143 (60%), Gaps = 14/143 (9%) 

Query: 1 MNLWLLACLVAGFLGAWAPAVHAQGVFEDCCLAYHYPIGWAVLRRAWTYRIQEVSGSCNL 60 

M LWL ACLVA F+GAW P VHAQG FEDCCL Y + I W VLR A Y QEVSGSCNL 
Sbjct: 1 MKLWLFACLVACFVGAWMPVVmQGAFEDCCLGYQHRIKWNVLRHARNYHQQEVSGSCNL 60 

Query: 61 PAAIFYLPKRHRKVCGNPKSREVQRAMKLLDARNK-VFAKLRHNTQTFQAGPHAVKKLSS 119 

A FY R + VCGNP+ V+RAM++L AR + V K ++QT + + +K 
Sbjct: 61 RAVRFYF--RQKWCGNPEDMWKRAMRILTARKRLVHWKSASDSQTERKKSNHMK 114 

Query: 120 GNSKLSSSKFSNPISSSKRNVSL 142 

SK NP S+S R+ +L 
Sbjct: 115 SKVENPNSTSVRSATL 13 0 



> g2388629 chemokine [Mus musculus] 
Length = 144 

Score = 125 bits (312), Expect = 2e-28 

Identities = 70/143 (48%), Positives = 87/143 (59%), Gaps = 14/143 (9%) 

Query: 1 MNL WLLAC LVAGFLGAWAPAVHAQGVF EDCC LA YHYP I GWA VLRRAWT YR I QEVSG SCNL 60 

M LWL ACLVA F+GAW P VHAQG FEDCCL Y + I W VLR A Y QEVSGSCNL 
Sbjct: 1 MKLWLFACLVACFVGAWMPWHAQGAFEDCCLGYQHRIKWNVLRHARNYHQQEVSGSCNL 60 

Query: 61 PAAIFYLPKRHRKVCGNPKSREVQRAMKLLDARNK-VFAKLRHNTQTFQAGPHAVKKLSS 119 

A FY R + VCGNP+ V+RA+++L AR + V K ++QT + + +K 
Sbjct: 61 RAVRFYF--RQKWCGNPEDM^ 114 

Query: 120 GNSKLSSSKFSNPISSSKRNVSL 142 

SK NP S+S R+ +L 
Sbjct: 115 SKVENPNSTSVRSATL 130 



Database : genpeptl22 

Posted date: Mar 1, 2001 9:38 AM 
Number of letters in database: 216,183,515 
Number of sequences in database: 698,042 

Lambda K H 

0.322 0.133 0.419 

Gapped 

Lambda K H 

0.270 0.0470 0.230 



Matrix: BLOSUM62 

Gap Penalties: Existence: 11, Extension: 1 

Number of Hits to DB: 62235040 

Number of Sequences: 698042 

Number of extensions: 2321593 

Number of successful extensions: 6166 

Number of sequences better than 10.0: 163 

Number of HSP's better than 10.0 without gapping: 32 

Number of HSP's successfully gapped in prelim test: 131 

Number of HSP's that attempted gapping in prelim test: 6120 

Number of HSP's gapped (non-prelim): 164 

length of query: 150 

length of database: 216,183,515 

effective HSP length: 51 
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effective length of query: 99 

effective length of database: 180,583,373 

effective search space: 17877753927 

effective search space used: 17877753927 

T: 11 

A: 40 

XI: 16 ( 7.4 bits) 
X2: 38 (14.8 bits) 
X3: 64 (24.9 bits) 
SI: 41 (22.0 bits) 



Submit sequences to: I BLAST2 
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